Synechococcus spp. are unicellular cyanobacteria that are globally distributed and are important primary producers in marine coastal environments. Here, we report the complete genome sequence of Synechococcus sp. strain WH 8101 and identify genomic islands that may play a role in virus-host interactions.
criteria (10, 11) , 13 genomic islands were identified in WH 8101 (Table 1 ). These regions were Ͼ8 kb and/or contained at least 10 genes that were not in synteny with the genome of the other clade VIII strain, Synechococcus sp. strain RS9917. Genomic islands that were identified in RS9917 (11) and present in WH 8101 were also included. This genomic sequence will be used to identify genetic determinants of cyanophage resistance.
Data availability. The complete genome sequence of Synechococcus sp. strain WH 8101 has been deposited in GenBank (accession number NZ_CP035914), along with raw sequence and methylation data (accession number PRJNA518918).
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